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other animal species, such as dogs, cats, geese, rhesus macaques, hamsters, gerbils, guinea fowl, and chickens (13) (14) (15) (16) (17) (18) (19) (20) (21) (22) (23) (24) (25) (26) (27) (28) (29) (30) (31) .
In this report, we announce the whole-genome sequencing of eight EHS, including Helicobacter muridarum ST1, Helicobacter trogontum, H. typhlonius, as well as unnamed Helicobacter species (Massachusetts Institute of Technology [MIT] strains 01-6451, 03-1614, 03-1616, 05-5293, and 11-5569). These isolates were obtained from cecal, colon, and fecal samples of either laboratory or wild mice and rats. The isolates were sequenced using Illumina MiSeq sequencing technology, as described previously (32) . The 250-bp paired-end sequencing reads generated by MiSeq were assembled into contigs using Velvet (33) . The sequences were annotated using the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (34) . The GϩC contents ranged from 33 to 39%, and between 1,922 and 2,520 genes were annotated per genome (Table 1) .
Due to the ability of EHS to interfere with biomedical research involving rodents, we evaluated the presence of known Helicobacter virulence determinants, such as gamma-glutamyl transpeptidase (ggt), cytolethal distending toxin subunit B (cdtB), and components of both the type IV and type VI secretion systems. Both 
